
	  

Table	  S1.	  Sequence	  identity	  and	  similarity	  (%)	  between	  PfPAT	  and	  its	  Plasmodium	  
orthologs	  
 P. falciparum P. vivax P. knowlesi P. yoelii P. berghei P. chabaudi 
P. falciparum 100 / 100 80.9 / 88.9  79.7 / 88.4  76.6 / 85.7  75.9 / 85.6  76.0 / 85.0  
P. vivax - 100 /100 96.1 / 98.0  81.2 / 90.2  81.0 / 90.8  80.5 / 89.1  
P. knowlesi - - 100 /100 81.6 / 90.4  81.2 / 91.0  80.5 / 89.3  
P. yoelii - - - 100 /100 97.2 / 98.9  94.3 / 97.6  
P. berghei - - - - 100 /100 94.8 / 97.4  
P. chabaudi - - - - - 100 /100 

	  



Table S2. Percentage of identity and similary of PAT apicomplexan orthologs 

 % identity % similarity % gaps 
T. gondii  XP_002370990 42.9 61.5 15.9 
T. gondii  TGME49_036960A 29.2 45.5 20.6 
C. parvum  XP_626864 36.7 57.0 13.3 
C. hominis  XP_665995 36.2 55.6 15.0 
C. muris  XP_002141508 23.6 39.0 39.2 
T. gondii: Toxoplasma gondii; C. parvum: Cryptosporidium parvum; C. hominis: Cryptosporidium hominis; C. muris: 
Cryptosporidium muris;  

 	  



	  



	  



	  



 
hSMVT           MSVGVSTSAPLSPTSGTSVGMSTFSIMDYVVFVLLLVLSLAIGLYHACRGWGRHTVGELL 60 
PfPAT           MAKNQYMEDRNIREPNTLLGEETEQLVDSFHYE-----NNSSSIYKKVN-SNRSKNGKHS 54 
                *: .   .      ..* :* .* .::* . :      . : .:*:  .  .* . *:   
 
hSMVT           MADRKMGCLPVALSLLATFQSAVAILGVPSEIYRFGTQYWFLGCCYFLGLLIPAHIFIPV 120 
PfPAT           MAFHKS---------LAVVNVAAGLDGCDDQLLPAS--FRALEADLNLHPSLLGYITLAQ 103 
                ** :*          **..: *..: *  .::   .  :  * .   *   : .:* :.  
 
hSMVT           FYRLHLTS-AYEYLELRFN-KTVRVCGTVTFIFQMVIYMGVVLYAPSLALNAVTGFDLWL 178 
PfPAT           TLMLSLFSPIWGFLSDKYSRKWMLVFGTALWGVATILLANINDFAHILFFRAING----- 158 
                   * * *  : :*. ::. * : * **. : .  ::  .:  :*  * :.*:.*      
 
hSMVT           SVLALGIVCTVYTALGGLKAVIWTDVFQTLVMFLGQLAVIIVGSAKVGGLGRVWAVASQH 238 
PfPAT           --LALGSIGPISQSI-----LADAAKNESLGLSFGLVQLSSSLGRLIGGVVTTTVALKYF 211 
                  **** : .:  ::     :  :   ::* : :* : :    .  :**:  . .. . . 
 
hSMVT           GRISGFELDPDPFVRHTFWTLAFGGVFMMLSLYGVNQAQVQRYLSSRTEKAAVLSCYAVF 298 
PfPAT           GGIRGWRLC---FIVVGILSVLLSIIVALFVEDAPRQVRKNKKMDYLDGESNTNASNNNN 268 
                * * *:.*    *:   : :: :. :. ::   . .*.: :: :.    :: . :.     
 
hSMVT           PFQQVSLCVGCLIGLVMFAYYQEYPMSIQQAQAAPDQFVLYFVMDLLKGLPGLPGLFIAC 358 
PfPAT           NSNNNNINN----NINMNNSLDNNNSFTGLSHQSTRTYILYQNIVELLKDSLSKKSIIII 324 
                  :: .:      .: *    ::       :: :.  ::**  :  *   .     :*   
 
hSMVT           LFSGSLSTISSAFNSLATVTMEDLIRPWFPEFSEARAIMLSRGLAFGYGLLCLGMAYISS 418 
PfPAT           LLEGFTGTIPWLALSFNTMFFQ------YCGLSDLQAAIIT-------GFLLIGSAIGGV 371 
                *:.*  .**.    *: *: ::      :  :*: :* :::       *:* :* *  .  
 
hSMVT           QMGPVLQAAISIFGMVGGPLLGLFCLGMFFPCANPPGAVVGLLAGLVMAFWIGIGSIVTS 478 
PfPAT           VGGHFGDIMHDISNKHGRPLLGQLAMFGRVPLVLLIYLVIPKRKESFELFALSCFCIGLS 431 
                  * . :   .* .  * **** :.:   .* .     *:      .  * :.  .*  * 
 
hSMVT           MGSSMPPSPSNGSSFSLPTNLTVATVTTLMPLTTFSKPTGLQRFYSLSYLWYSAHNSTTV 538 
PfPAT           SIAGVAVNRPIVSDIIRPDYRGTVFSLTIAIEGVGSSLIGAPLFGYLAEKIFKYQNNN-- 489 
                  :.:. . .  *.:  *    ..   *:    . *.  *   *  *:   :. :*..   
 
hSMVT           IVVGLIVSLLTGRMRGRSLNPATIYPVLPKLLSLLPLSCQKRLHCRSYGQDHLDTGLFPE 598 
PfPAT           ----LLISDMPEDIRINNAQALSKTLFYLTIIPWILSFIFYSLLHFTYGKEYLK---MNE 542 
                    *::* :.  :* .. :. :   .  .::. :       *   :**:::*.   : * 
 
hSMVT           KPRNGVLGDSRDKEAMALDGTAYQGSSSTCILQETSL 635 
PfPAT           IIQNEYKYDDEDEETIPEKKMLT-------------- 565 
                  :*    *..*:*::. .                   
	  

	  

Fig. S4. Alignment of PfPAT with the human multivitamin transporter hSMVT. The 
alignement was performed using ClustalW. 




